1 Supplementary Methods 1.1 Details of clustering methods we compared to
SINCERA
We modify the demo.R file of SINCERA to perform clustering on whole dataset (without dimensionality reduction). The data processing steps before clustering are removed since they are not applicable to our dataset. We also set the parameters for the clustering as the default parameter in demo.R.
SNN-Cliq
We use default parameter for SNN-Cliq clustering on whole dataset (without dimensionality reduction).
pcaReduce
We apply pcaReduce to the whole dataset. We set the starting reduced dimension to 3 times the number of cell types. Maximum probability is selected as the merge method.
SIMLR
We use the python implementation of SIMLR with default parameters. The default parameter for the number of neighbors (30 neighbors) is not applicable when the number of cell is too low. In this case we set the number to be half of the number of input cells. redWe also try 20 or 40 neighbors for performance comparison.
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Supplementary Note that the ratio is compared to the 0 drop-out rate with the same missing rate. This experiment shows that applying drop-out after imputation does not improve the performance (reduce the mean absolute error) and yields similar results. Table 2 of the main paper and in Supplementary Table 3-6). See Supporting 
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